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Exhibit 2 



gi 17438345 1 pi r I |t09879 
gi|437327|gb|AAA33067.1| 
gi 1 23476277 1 gb t AAN28269 . 1 1 



myb- related protein A - upland cotton 
MYBl [Gossypium hirsutum] 

myb-like transcription factor 1 [Gossypium hirsutum] 



Length = 294 

score = 602 bits (1553), Expect = e-171 ^ 
Identities = 288/294 (97%), Positives = 291/294 (98%) 
Frame = +3 

Query: 144 MGRSPCCEKAHTNKGAV^fTKEEDQRLINYIRVHGEGCWRSLPKAAGLLRCGKSCRLRWINY 323 

MGRSPCCEKAHTNKGAVyfTKEEDQRLINYIRVHGEGCWRSLPKAAGLLRCGKSCRLRWINY 
Sbjct: 1 MGRSPCCEKAHTNKGAVyfTKEEDQRLINYIRVHGEGCWRSLPKAAGLLRCGKSCRLRWINY 60 

Query: 324 lrpdlkrgnfteeedeliiklhsllgnkwsliagrlpgrtdneiknywnthikrklisrg 503 

LRPDLKRGNFTEEEDELIIKLHSLLGNKWSLIAGRLPGRTDNEIKNYWNTHIKRKLISRG 
'Sbjct: 61 LRPDLKRGNFTEEEDELIIKLHSLLGNKWSLIAGRLPGRTDNEIKNYWNTHIKRKLISRG 120 

Query: 504 idpqthrplnqtaitntvtgpteldfrnsptsvsksssiknpsldfnynefhfkshtdsl 683 

IDPQTHRPLNQTA TNTVT PTELDFRNSPTSVSKSSSIKNPSLDFNYNEF FKS+TDSL 
Sbjct: 121 IDPQTHRPLNQTANTNTVTAPTELDFRNSPTSVSKSSSIKNPSLDFNYNEFQFKSNTDSL 180 

Query: 684 EEPNCTASTGMTTDEEQQEQLHKKQQYGPSNGQDINLELSIGIVSADSSRVSSANSAESK 863 

EEPNCTAS+GMTTDEEQQEQLHKKQQYGPSNGQDINLELSIGIVSADSSRVS+ANSAESK 
Sbjct: 181 EEPNCTASSGMTTDEEQQEQLHKKQQYGPSNGQDINLELSIGIVSADSSRVSNANSAESK 240 

Query: 864 PKVDNNNFQFLEQAMVAKAVCLCWQLGFGTSEICRNCQNSNSNGFYSYCRPLDS 1025 

PKVDNNNFQFLEQAMVAKAVCLCWQLGFGTSEICRNCQNSNSNGFYSYCRPLDS 
sbjct: 241 PKVDNNNFQFLEQAMVAKAVCLCWQLGFGTSEICRNCQNSNSNGFYSYCRPLDS 294 



>contig20 GaMYBl 

ggcacgagacagtttctl i i i i i i gctcatttccatcatccccatgtccc 
ctctccatgtttttctaaatctctccatatacctataacaccgttattct 
ttctctattctaccrgatttgatttgatttgattttgtaactgatgggac 

GATCACCTTGTTGTGAAAAGGCTCATACCAACAAAGGTGCCTGGACCAAA 

gaggaagatcaacgcctcatcaagtacatccgtgtccatggtgaaggctg 
ctggcgttccctccccaaagctgctgggctgcttagatgtggtaagagtt 
gcagattaagatggataaactacttgaggcctgatcttaagagaggaaat 
ttcactgaagaagaagatgagcttatcatcaagcttcacagtttacttgg 
aaacaaatggtcattgattgctggaagattaccaggaaggacagataatg 
agataaagaactactggaacacacacatcaaaagaaagcttataagcaga 
ggaattgatccacaaactcatcgtcctctcaatcaaacggccattaccaa 
cacagtcacaggccccaccgaattggatttcagaaactcgcccacatccg 
tttccaaatccagttccatcaaaaacccgtctctggatttcaattacaat 
gaatttcatttcaagtcccacacagattcccttgaagaacccaactgtac 
agccagcactggcatgactacagatgaagaacaacaagaacagctgcaca 
agaagcagcaatacggtccgagcaatgggcaagacataaatttggagctg 
tcgattgggattgtttcagctgactcatctcgggtatcaagtgccaactc 
ggccgagtcgaaaccaaaggtagataacaacaatttccagttt cttg aac 
aagctatggtggctaaggcggtatgtttgtgttggcaattaggttttgga 
acaagtgaaatttgtaggaactgtcaaaattcaaa ttcaaa tggcttcta 
tagttattgtagacccttggattcatagggtcatcttt ttctt ci i i ci i 

TCTGTTTTTAGGAGATAAATTAATTCTTAATTATT ATCTTTT TGCCT^ 

CACTGTAATCAAAGCAAAATTATAAAACAAAGACTCTTTTTGATTTGTTC 

AATTTATAGGTTCAAAAAAAAAAAAAAAAAA 
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>Contig20_Frame+3 GaMYBl 

HETVSLFCSFPSSPCPLSMFF*ISPYTYNTVILSLFYLI*FDLIL*LMGRSPCCEKAHTN 
KGAWTKEEDQRLINYIRVHGEGCWRSLPKAAGLLRCGKSCRLRWINYLRPDLKRGNFTEE 
EDELIIKLHSLLGNKWSLIAGRLPGRTDNEIKNYWNTHIKRKLISRGIDPQTHRPLNQTA 
ITNTVTGPTELDFRNSPTSVSKSSSIKNPSLDFNYNEFHFKSHTDSLEEPNCTASTGMTT 
DEEQQEQLHKKQQYGPSNGQDINLELSIGIVSADSSRVSSANSAESKPKVDNNNFQFLEQ 
AMVAKAVCLCWQLGFGTSEICRNCQNSNSNGFYSYCRPLDS*GHLFLLSFCF*EIN*FLI 
IIFLPAHCNQSKIIKQRLFLICSIYRFKKKKKK 

>GaMYBl - putative from GhMYBl alignment 

MGRSPCCEKAHTNKGAWTKEEDQRLINYIRVHGEGCWRSLPKAAGLLRCGKSCRLRWINY 
LRPDLKRGNFTEEEDELIIKLHSLLGNKWSLIAGRLPGRTDNEIKNYWNTHIKRKLISRG 
IDPQTHRPLNQTAITNTVTGPTELDFRNSPTSVSKSSSIKNPSLDFNYNEFHFKSHTDSL 
EEPNCTASTGMTTDEEQQEQLHKKQQYGPSNGQDINLELSIGIVSADSSRVSSANSAESK 
PKVDNNNFQFLEQAMVAKAVCLCWQLGFGTSEICRNCQNSNSNGFYSYCRPLDS 



